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Sequence Listing 

SEQ ID NO: 1 

GGCACGAGGCTTCTGGCCAGGGAACGTGGAAGGCGCACCGACAGGGATCCGGCCAGGGAG 6 0 

5 GGCGAGTGAAAGAAGGAAATCAGAAAGGAAGGGAGTTAACAAAATAATAAAAACAGCCTG 12 0 

AGCCACGGCTGGAGAGACCGAGACCCGGCGCAAGAGAGCGCAGCCTTAGTAGGAGAGGAA 18 0 

CGCGAGACGCGGCAGCGCAGAGCGCGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGC 24 0 

AGGCGCCGCAGCTGAGACCGGCGGCCGACGGCCAGCCCTCAGGGGGCGGTCACAAGTCAG 3 0 0 

CGCCCAAGCAAGTCAAGCGACAGCGCTCGTCTTCGCCCGAACTGATGCGCTGCAAACGCC 3 60 

1 0 GGCTCAACTTCAGCGGCTTTGGCTACAGCCTGCCGCAGCAGCAGCCGGCCGCCGTGGCGC 4 2 0 

GCCGCAACGAGCGCGAGCGCAACCGCGTCAAGTTGGTCAACCTGGGCTTTGCCACCCTTC 4 8 0 

GGGAGCACGTCCCCAACGGCGCGGCCAACAAGAAGATGAGTAAGGTGGAGACACTGCGCT 54 0 

CGGCGGTCGAGTACATCCGCGCGCTGCAGCAGCTGCTGGACGAGCATGACGCGGTGAGCG 6 0 0 

CCGCCTTCCAGGCAGGCGTCCTGTCGCCCACCATCTCCCCCAACTACTCCAACGACTTGA 6 6 0 

1 5 ACTCCATGGCCGGCTCGCCGGTCTCATCCTACTCGTCGGACGAGGGCTCTTACGACCCGC 72 0 

TCAGCCCCGAGGAGCAGGAGCTTCTCGACTTCACCAACTGGTTCTGAGGGGCTCGGCCTG 7 8 0 

GTCAGGCCCTGGTGCGAATGGACTTTGGAAGCAGGGTGATCGCACAACCTGCATCTTTAG 84 0 

TGCTTTCTTGTCAGTGGCGTTGGGAGGGGGAGAAAAGGAAAAGAAAAAAAAAGAAGAAGA 90 0 

AGAAGAAAAGAGAAGAAGAAAAAAACGAAAAC AGTC AAC C AAC C C C ATCGC C AAC TAAGC 9 6 0 

20 GAGGCATGCCTGAGAGACATGGCTTTCAGAAAACGGGAAGCGCTCAGAACAGTATCTTTG 102 0 

CACTCCAATCATTCACGGAGATATGAAGAGCAACTGGGACCTGAGTCAATGCGCAAAATG 10 8 0 

CAGCTTGTGTGCAAAAGCAGTGGGCTCCTGGCAGAAGGGAGCAGCACACGCGTTATAGTA 114 0 

ACTCCCATCACCTCTAACACGCACAGCTGAAAGTTCTTGCTCGGGTCCCTTCACCTCCCC 12 0 0 

GCCCTTTCTTAGAGTGCAGTTCTTAGCCCTCTAGAAACGAGTTGGTGTCTTTCGTCTCAG 12 6 0 

25 TAGCCCCCACCCCAATAAGCTGTAGACATTGGTTTACAGTGAAACTATGCTATTCTCAGC 13 2 0 

CCTTTGAAACTCTGCTTCTCCTCCAGGGCCCGATTCCCAAACCCCATGGCTTCCCTCACA 13 8 0 

CTGTCTTTTCTACCATTTTCATTATAGAATGCTTCCAATCTTTTGTGAATTTTTTATTAT 14 4 0 

AAAAAATCTATTTGTATCTATCCTAACCAGTTCGGGGATATATTAAGATATTTTTGTACA 15 0 0 

TAAGAGAGAAAGAGAGAGAAAAATTTATAGAAGTTTTGTACAAATGGTTTAAAATGTGTA 156 0 

30 TATCTTGATACTTTAACATGTAATGCTATTACCTCTGCATATTTTAGATGTGTAGTTCAC 162 0 

CTTACAACTGCAATTTTCCCTATGTGGTTTTGTAAAGAACTCTCCTCATAGGTGAGATCA 168 0 

AGAGGCCACCAGTTGTACTTCAGCACCAATGTGTCTTACTTTATAGAAATGTTGTTAATG 174 0 

TATTAATGATGTTATTAAATACTGTTCAAGAAGAACAAAGTTTATGCAGCTACTGTCCAA 18 0 0 

ACTCAAAGTGGCAGCCAGTTGGTTTTGATAGGTTGCCTTTTGGAGATTTCTATTACTGCC 18 6 0 

35 TTTTTTTTCTTACTGTTTTATTACAAACTTACAAAAATATGTATAACCCTGTTTTATACA 192 0 

AACTAGTTTCGTAATAAAACTTTTTCCTTTTTTTAAAATG 196 0 
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SEQ ID NO: 3 

GGCACGAGGCTTCTGGCCAGGGAACGTGGAAGGCGCACCGACAGGGATCCGGCCAGGGAG 6 0 

GGCGAGTGAAAGAAGGAAATCAGAAAGGAAGGGAGTTAACAAAATAATAAAAACAGCCTG 12 0 

AGCCACGGCTGGAGAGACCGAGACCCGGCGCAAGAGAGCGCAGCCTTAGTAGGAGAGGAA 18 0 

5 CGCGAGACGCGGCAGAGCGCGTTCAGCACTGACTTTTGCTGCTGCTTCTGCTTTTTTTTT 2 4 0 

TCTTAGAAACAAGAAGGCGCCAGCGGCAGCCTCACACGCGAGCGCCACGCGAGGCTCCCG 3 0 0 

AAGCCAACCCGCGAAGGGAGGAGGGGAGGGAGGAGGAGGCGGCGTGCAGGGAGGAGAAAA 3 6 0 

AGCATTTTCACTTTTTTTGCTCCCACTCTAAGAAGTCTCCCGGGGATTTTGTATATATTT 4 2 0 

TTTAACTTCCGTCAGGGCTCCCGCTTCATATTTCCTTTTCTTTCCCTCTCTGTTCCTGCA 4 8 0 

1 0 CCCAAGTTGGTCAACCTGGGCTTTGCCACCCTTCGGGAGCACGTCCCCAACGGCGCGGCC 54 0 

AACAAGAAGATGAGTAAGGTGGAGACACTGCGCTCGGCGGTCGAGTACATCCGCGCGCTG 6 0 0 

CAGCAGCTGCTGGACGAGCATGACGCGGTGAGCGCCGCCTTCCAGGCAGGCGTCCTGTCG 660 

CCCACCATCTCCCCCAACTACTCCAACGACTTGAACTCCATGGCCGGCTCGCCGGTCTCA 72 0 

TCCTACTCGTCGGACGAGGGCTCTTACGACCCGCTCAGCCCCGAGGAGCAGGAGCTTCTC 7 8 0 

1 5 GACTTCACCAACTGGTTCTGAGGGGCTCGGCCTGGTCAGGCCCTGGTGCGAATGGACTTT 84 0 

GGAAGCAGGGTGATCGCACAACCTGCATCTTTAGTGCTTTCTTGTCAGTGGCGTTGGGAG 9 0 0 

GGGGAGAAAAGGAAAAGAAAAAAAAAGAAGAAGAAGAAGAAAAGAGAAGAAGAAA 960 

GAAAACAGTCAACCAACCCCATCGCCAACTAAGCGAGGCATGCCTGAGAGACATGGCTTT 102 0 

CAGAAAACGGGAAGCGCTCAGAACAGTATCTTTGCACTCCAATCATTCACGGAGATATGA 10 8 0 

20 AGAGCAACTGGGACCTGAGTCAATGCGCAAAATGCAGCTTGTGTGCAAAAGCAGTGGGCT 114 0 

CCTGGCAGAAGGGAGCAGCACACGCGTTATAGTAACTCCCATCACCTCTAACACGCACAG 12 0 0 

CTGAAAGTTCTTGCTCGGGTCCCTTCACCTCCCCGCCCTTTCTTAGAGTGCAGTTCTTAG 12 6 0 

CCCTCTAGAAACGAGTTGGTGTCTTTCGTCTCAGTAGCCCCCACCCCAATAAGCTGTAGA 13 20 

CATTGGTTTACAGTGAAACTATGCTATTCTCAGCCCTTTGAAACTCTGCTTCTCCTCCAG 13 8 0 

25 GGCCCGATTCCCAAACCCCATGGCTTCCCTCACACTGTCTTTTCTACCATTTTCATTATA 144 0 

GAATGCTTCCAATCTTTTGTGAATTTTTTATTATAAAAAATCTATTTGTATCTATCCTAA 15 0 0 

CCAGTTCGGGGATATATTAAGATATTTTTGTACATAAGAGAGAAAGAGAGAGAAAAATTT 15 60 

ATAGAAGTTTTGTACAAATGGTTTAAAATGTGTATATCTTGATACTTTAACATGTAATGC 162 0 

TATTACCTCTGCATATTTTAGATGTGTAGTTCACCTTACAACTGCAATTTTCCCTATGTG 168 0 

30 GTTTTGTAAAGAACTCTCCTCATAGGTGAGATCAAGAGGCCACCAGTTGTACTTCAGCAC 174 0 

CAATGTGTCTTACTTTATAGAAATGTTGTTAATGTATTAATGATGTTATTAAATACTGTT 18 0 0 

CAAGAAGAACAAAGTTTATGCAGCTACTGTCCAAACTCAAAGTGGCAGCCAGTTGGTTTT 18 6 0 

GATAGGTTGCCTTTTGGAGATTTCTATTACTGCCTTTTTTTTCTTACTGTTTTATTACAA 192 0 

ACTTACAAAAATATGTATAACCCTGTTTTATACAAACTAGTTTCGTAATAAAACTTTTTC 198 0 

35 CTTTTTTTAAAATG 19 94 
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SEQ ID NO: 4 

Met Ser Lys Val Glu 
Val Glu Tyr lie Arg 
Leu Asp Glu His Asp 
Phe Gin Ala Gly Val 
Ser Pro Asn Tyr Ser 
Met Ala Gly Ser Pro 
Ser Asp Glu Gly Ser 
Pro Glu Glu Gin Glu 
Asn Trp Phe 



Thr Leu Arg Ser Ala 10 
Ala Leu Gin Gin Leu 2 0 
Ala Val Ser Ala Ala 30 
Leu Ser Pro Thr lie 4 0 
Asn Asp Leu Asn Ser 5 0 
Val Ser Ser Tyr Ser 60 
Tyr Asp Pro Leu Ser 7 0 
Leu Leu Asp Phe Thr 8 0 

83 



SEQ ID NO: 5 

GGCACGAGGCTTCTGGCCAGGGAACGTGGAAGGCGCACCGACAGGGATCCGGCCAGGGAG 6 0 

GGCGAGTGAAAGAAGGAAATCAGAAAGGAAGGGAGTTAACAAAATAATAAAAACAGCCTG 12 0 

AGCCACGGCTGGAGAGACCGAGACCCGGCGCAAGAGAGCGCAGCCTTAGTAGGAGAGGAA 18 0 

CGCGAGACGCGGCAGAGCGCGTTCAGCACTGACTTTTGCTGCTGCTTCTGCTTTTTTTTT 24 0 

TCTTAGAAACAAGAAGGCGCCAGCGGCAGCCTCACACGCGAGCGCCACGCGAGGCTCCCG 3 0 0 

AAGCCAACCCGCGAAGGGAGGAGGGGAGGGAGGAGGAGGCGGCGTGCAGGGAGGAGAAAA 3 6 0 

AGCATTTTCACTTTTTTTGCTCCCACTCTAAGAAGTCTCCCGGGGATTTTGTATATATTT 42 0 

TTTAACTTCCGTCAGGGCTCCCGCTTCATATTTCCTTTTCTTTCCCTCTCTGTTCCTGCA 4 8 0 

CCCAAGTTCTCTCTGTGTCCCCCTCGCGGGCCCCGCACCTCGCGTCCCGGATCGCTCTGA 54 0 

TTCCGCGACTCCTTGGCCGCCGCTGCGCATGGAAAGCTCTGCCAAGATGGAGAGCGGCGG 60 0 

CGCCGGCCAGCAGCCCCAGCCGCAGCCCCAGCAGCCCTTCCTGCCGCCCGCAGCCTGTTT 660 

CTTTGCCACGGCCGCAGCCGCGGCGGCCGCAGCCGCCGCAGCGGCAGCGCAGAGCGCGCA 72 0 

GCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGGCGCCGCAGCTGAGACCGGCGGCCGA 7 8 0 

CGGCCAGCCCTCAGGGGGCGGTCACAAGTCAGCGCCCAAGCAAGTCAAGCGACAGCGCTC 84 0 

GTCTTCGCCCGAACTGATGCGCTGCAAACGCCGGCTCAACTTCAGCGGCTTTGGCTACAG 90 0 

CCTGCCGCAGCAGCAGCTGCTGGACGAGCATGACGCGGTGAGCGCCGCCTTCCAGGCAGG 96 0 

CGTCCTGTCGCCCACCATCTCCCCCAACTACTCCAACGACTTGAACTCCATGGCCGGCTC 102 0 

GCCGGTCTCATCCTACTCGTCGGACGAGGGCTCTTACGACCCGCTCAGCCCCGAGGAGCA 108 0 

GGAGCTTCTCGACTTCACCAACTGGTTCTGAGGGGCTCGGCCTGGTCAGGCCCTGGTGCG 114 0 

AATGGACTTTGGAAGCAGGGTGATCGCACAACCTGCATCTTTAGTGCTTTCTTGTCAGTG 12 0 0 

GCGTTGGGAGGGGGAGAAAAGGAAAAGAAAAAAAAAGAAGAAGAAGAAGAAAAGAGAAGA 12 6 0 

AGAAAAAAACGAAAACAGTCAACCAACCCCATCGCCAACTAAGCGAGGCATGCCTGAGAG 13 2 0 

ACATGGCTTTCAGAAAACGGGAAGCGCTCAGAACAGTATCTTTGCACTCCAATCATTCAC 13 8 0 

GGAGATATGAAGAGCAACTGGGACCTGAGTCAATGCGCAAAATGCAGCTTGTGTGCAAAA 14 4 0 

GCAGTGGGCTCCTGGCAGAAGGGAGCAGCACACGCGTTATAGTAACTCCCATCACCTCTA 15 0 0 

ACACGCACAGCTGAAAGTTCTTGCTCGGGTCCCTTCACCTCCCCGCCCTTTCTTAGAGTG 15 6 0 

CAGTTCTTAGCCCTCTAGAAACGAGTTGGTGTCTTTCGTCTCAGTAGCCCCCACCCCAAT 162 0 

AAGCTGTAGACATTGGTTTACAGTGAAACTATGCTATTCTCAGCCCTTTGAAACTCTGCT 16 8 0 

TCTCCTCCAGGGCCCGATTCCCAAACCCCATGGCTTCCCTCACACTGTCTTTTCTACCAT 174 0 

TTTCATTATAGAATGCTTCCAATCTTTTGTGAATTTTTTATTATAAAAAATCTATTTGTA 18 0 0 

TCTATCCTAACCAGTTGGGGGATATATTAAGATATTTTTGTACATAAGAGAGAAAGAGAG 18 6 0 

AGAAAAATTTATAGAAGTTTTGTACAAATGGTTTAAAATGTGTATATCTTGATACTTTAA 192 0 

CATGTAATGCTATTACCTCTGCATATTTTAGATGTGTAGTTCACCTTACAACTGCAATTT 19 8 0 

TCCCTATGTGGTTTTGTAAAGAACTCTCCTCATAGGTGAGATCAAGAGGCCACCAGTTGT 2 04 0 

ACTTCAGCACCAATGTGTCTTACTTTATAGAAATGTTGTTAATGTATTAATGATGTTATT 2100 

AAAT AC TGTT C AAGAAGAAC AAAGTTT ATG C AGC T AC TGT C C AAAC TCAAAGTGGC AGC C 216 0 

AGTTGGTTTTGATAGGTTGCCTTTTGGAGATTTCTATTACTGCCTTTTTTTTCTTACTGT 2 2 2 0 
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TTTATTACAAACTTACAAAAATATGTATAACCCTGTTTTATACAAACTAGTTTCGTAATA 2 2 8 0 
AAACTTTTTCCTTTTTTTAAAATG 2 3 04 



SEQ ID NO: 6 
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